We report the complete genome sequences of 17 rapidly growing nontuberculous mycobacterial (NTM) strains, including 16 Mycobacterium abscessus complex strains and one M. immunogenum strain. These sequences add value to studies of the genetic diversity of rapidly growing NTM strains recovered from human specimens. 
he Mycobacterium abscessus complex (M. abscessus subsp. abscessus, M. abscessus subsp. massiliense, and M. abscessus subsp. bolletii) and M. immunogenum are closely related, rapidly growing nontuberculous mycobacteria (NTM) that cause skin, soft tissue, and pulmonary infections (1, 2) . Comparative genomic analyses have provided valuable information about the epidemiology of rapidly growing NTM infections, including identification of global outbreak strains of the M. abscessus complex (3) and potential patient-to-patient transmission of M. abscessus complex strains among individuals with cystic fibrosis (4). Here, we report the complete genome sequences of six M. abscessus subsp. abscessus strains, ten M. abscessus subsp. massiliense strains, and one M. immunogenum strain, all isolated from human sources. These complete genome sequences will add value to studies of genetic diversity within clinically isolated, rapidly growing NTM.
Bacteria were grown on Middlebrook 7H11 agar at 37°C. The bacterial culture was resuspended in 1 ml of ultrapure water and adjusted to an optical density of 0.45, corresponding to approximately 10 9 CFU. Genomic DNA was extracted from 400 L of the adjusted suspension using the MagNA Pure Compact nucleic acid isolation kit (Roche, Indianapolis, IN, USA) following the manufacturer's instructions. Genomic DNA libraries were prepared using an Illumina TruSEQ DNA library kit and sequenced on an Illumina HiSEQ 4000 paired-end flow cell (2 ϫ 150-bp read length, V4 chemistry) at the University of Michigan Medical School DNA Sequencing Core. Output files containing FASTQ reads were checked and edited using Trimmomatic version 0.33 (5). Read-correction and assembly of the draft genomes were carried out using SPAdes version 3.5.0 (6). The draft genomes were aligned with the 13 completed and annotated M. abscessus complex and M. immunogenum genomes currently available in NCBI (http://www.ncbi.nlm.nih.gov/genome/browse) using the Parsnp and Gingr programs of the Harvest tools version 1.2 suite (7).
For each strain, the contigs were ordered using the closest ge- (Table 1) . Accession number(s). This whole-genome shotgun project has been deposited in GenBank under the accession numbers listed in Table 1 . The versions described in this paper are the first versions.
